PoPS model for database screening The frequencies of P4-P1 residues from positive clones identified during transcriptional reporter screens (weighted based on β-galactosidase activity for P4-P2 residues) were assigned values from 0 to 5. Unrepresented residues were allocated a value of 0. PoPS was used to screen the predicted human proteome for potential substrates based on this model. Proteins were excluded from consideration if structural information predicted that at least three residues were buried or if less than three of the five residues were likely to be located in unstructured regions. 
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